cpm) in buffer A (16) and was incubated at 37'C for 5 min. The reaction was terminated by addition of 1 ml of 0.1% SDS. The sample was applied to a 0.4-mi column of AG X4 resin, which was subsequently washed with 4 ml of deionized water. The flow-through and wash fractions were combined, and [14C]nicotinamide was determined by liquid scintillation counting.
The statement in the report by T. M. Perring et al. (1) that the "superbug" is not a strain of the sweetpotato whitefly, Bemisia tabaci (Gennadius), but a new species, seems premature. When more than 25 pairs of males and females of both strains were placed together, interstrain mating resulted in the production of viable, hybrid females (2) . Field collections made in the Imperial Valley of California in 1992 revealed that feral populations of the two strains had interbred. Hybrid whiteflies that had fixed (not induced) esterase loci from both "A" and "B" strain parents were clearly identified (2) (3) (4) We know of no data on the separation of closely related whitefly species obtained with rDNA analyses.
RAPD-PCR has been used to delineate taxa of bacteria (6) , fungi (7), nematodes (8), and other life (9) . In the organisms analyzed so far, intraspecies similarity ranges from 80 to 100%, while interspecies similarities range from 0 to 30%. Analysis by RAPD-PCR (1) of different populations of the two whiteflies showed intraspecies similarities greater than 90%; interspecific similarity was less than 10%.
The initial point raised by Bartlett and Gawel concerns the estimation of populational differences based on genetic distance measurements. We used (1, 10) To address the concerns of Bartlett and Gawel, we have performed an analysis without pooling the data (11) . None of these figures were markedly different from the values published in our report; they fell well within the ranges established by Nei (12) for species and populations, respectively. More important is the fixed allelic differences that were present at three separate loci (EST IV, PGI, and PGM). Fixed differences appear when two species do not share any alleles at the locus and indicate that gene transfer is not occurring (3) .
Bartlett and Gawel raise the issue of whether the populations used in our studies were in Hardy-Weinberg equilibrium, suggesting that genetic differences could have resulted from laboratory selection or founder effects. The best evidence against this is the similarity that we found in allelic frequency across the potentially diverse silverleaf whitefly populations; this diversity was described in table 2 of our report (1, p. 75). We expected genetic differences between the JD colony and our other five colonies as a result of selection pressures of the different culture conditions and possible founder effects. Yet, although there was a slight difference in allelic frequencies of the polymorphic loci, the JD population had the same fixed alleles as the others. Individuals from these spatially separated cultures copulated, producing female offspring. Individuals from these populations could not successfully cross with the silverleaf whiteflies.
Bartlett and Gawel point out a citation error in our report with respect to haplodiploid reproduction. The incorrect citation (contained in note 16 of our report) of a study by Mound (13) was a result of our using information in a paper by Lopez 
